
logo MTATKINLLPWREDKELREQKRKKQEFLITVLFSCFIAGLAVAGVALVVLGCIVALTALTVAFLGLMAGWFFYYFDGNAHKLDNQDQEQANQLVI ILMTSTNQGNLDVQQLKTSLDENGLQQEQRDNA
NTDB id 419456 GVU25 RS11710 WP 167846382.1 MAKINLLPWRDELREKRKKEFIVFCIAAAAVGVLLVALAWFFYNAKLQDQEQANQLVISTNQNLDVQLKSLEGLQEQRNA 80
NTDB id 1055 ABD1 RS15865 WP 000201227.1 MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGGWFYFDHKLDDQEQANQLIMSTNQNLDQQLKTLNGLQEQRDA 80
NTDB id 1011 ACIAD RS15190 WP 004923716.1 MTKINLLPWRDKLREKRKKEFLVFSILVGLLGCAAVLMGWFYFGHKLNDQEQANQLILTTNQGLDQQLKSLDGLQQQRNA 80
consensus !**!!!!!!!**!!!*!!!*!**********!* ! **!!** *!!*!!!!!!!!***!!!*!!*!!!*!*!!!*!!*!
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VVRL IVDELVRVTPSANMYLTKVFTSRTGNDKLFTFI EGKAESPNTVAEFLLRNLEASAPWYRNAFMNSFLA

NTDB id 419456 GVU25 RS11710 WP 167846382.1 IVERMKLIQGLQSQRPIAVRLVDELVRVTPSNMYLTKVSRTGNKLTFEGKAESPNTVAEFLRNLEASPWYRNAFMNSFLA 160
NTDB id 1055 ABD1 RS15865 WP 000201227.1 IIERMKLIQGLQSQRPVVVRLVDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFLA 160
NTDB id 1011 ACIAD RS15190 WP 004923716.1 IVERMKLIQGLQAQRPVTVRLIDELVRVTPSNMYLTKFTRTGDKFTIEGKAESPNTVAELLRNLEASAWYRNAFMNSFLA 160
consensus !*!!!!!!!!!!*!!!* !!!*!!!!!!!!!*!!!!!**!!!*!*!*!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!
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NTDB id 419456 GVU25 RS11710 WP 167846382.1 KEENKDKAPSSVVPRVEESYGTFVVTSDLEEIAIPVTPTESNSTS..AAGAAQ 211
NTDB id 1055 ABD1 RS15865 WP 000201227.1 NEEKKDKAASSLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSTGESVGAAK 213
NTDB id 1011 ACIAD RS15190 WP 004923716.1 AEDNKDKTPSSVVPRVEAGYGSFLVSVDLGELGTSLATSD.QPQTPPTAGVKP 212
consensus !**!!!**!!**!!!!* !!*!*!**!!*!****** ** **** **!**
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